A low-coverage genome was generated for each of four environmental key-species of macroinvertebrate taxa for the primary purpose of microsatellite marker development. De novo assemblies and microsatellite markers were designed for the freshwater species Isoperla grammatica, Amphinemura sulcicollis, and Baetis rhodani but have not been completed for the common shiny woodlice Oniscus asellus. Here, the data is made available, and the methods and pipeline are described which led to the creation of this resource. As widespread and functionally important organisms, which are often neglected in favour of studies on vertebrates, this data will be a useful resource for further research.
Introduction
Macroinvertebrates are widespread, often dominant and functionally important members of their environment that, coupled with their relative ease of sampling make them ideally suited for use as indicator species for biomonitoring and conservation assessment (Pfrender et al. 2010; Buss et al. 2015; Cardoni et al. 2015) , and are recognised as such by the Water Framework Directive (2000/60/CE) (European Commission 2000) . However, their use in genetic approaches is still limited, often being neglected from studies because of the lack of data (Cardoso et al. 2011) .
Four macroinvertebrate species were sequenced for the primary purpose of developing microsatellite markers for use in population genetics; these include three freshwater invertebrates (Amphinemura sulcicollis, Isoperla grammatica, and Baetis rhodani) and one terrestrial soil invertebrate, the common shiny woodlice, Oniscus asellus. They all represent dominant, widespread species and therefore can be used as biomonitoring tools that will be effective at large spatial scales, as policy demands (Statzner and Bêche 2010) . Microsatellite markers within this group are scarce, for example, within the large and diverse groups of Plecoptera and Ephemeroptera, there are only five species with between 3-13 microsatellites each, therefore this data will be a valuable and considerable resource for future research. This data could be used for further study into these invertebrates, such as describing their mitochondrial genome (as in Stewart and Beckenbach (2006) ), or studying their genome content; evolutionary analyses (e.g. divergent rates), and further investigation of their genetic features (as in Li et al. (2010) .
Data Access
Raw data is stored in NCBI's Sequence Read Archive (SRA): NGS data for four invertebrates: Amphinemura sulcicollis, Isoperla grammatica, Baetis rhodani and Oniscus asellus (STUDY: PRJNA315680 (SRP072016)).
1. NGS sequence data (raw data sent from sequencing centres):
• Amphinemura sulcicollis: SAMPLE: Amphi_NGS (SRS1349204) EXPERIMENT: Amphi_NGS (SRX1642982) RUN: Amphi_NGS (SRR3262386) Folmer et al. (1994) and by comparing the sequences with data in Genbank. To assure sample quality, quantification was assessed using a Qubit and visualised on a gel ( Figure 1 ). Nanodrop was used to assess contamination, where the 260/280 ratio were found to be between 1.8 and 2 and that the 260/230 ratio was between 2-2.2 across all analysed samples. The highest quantity and best quality samples were chosen;
all species yielded DNA quantities required (which was 1-5μg of DNA normalized to a concentration of 50ng/μl) apart from A. sulcicollis, for which a vacuum concentrator had to be used. Samples showed high DNA integrity with no observed smearing on the electrophoresis gel ( Figure 1 ). 
Results
The NGS for all four species was very successful as the total number of reads (raw data) were very high (ranging from 71,727,142 to 123,076,504 reads), and they were of relatively high quality because the quality control sections of the pipeline did not remove too much (ranging from 0.3% and 11% of the total reads, see Table 1 ). B. rhodani data from BGI appears to be the most successful as it had the highest total reads and the lowest percentage of reads removed by quality control.
The de novo assemblies varied according to which kmer size was used (see 
